We studied the plasmid profiles of 136 ShigeUa isolates in Bangladesh to determine whether plasmid profiles could be used for differentiation of strains for epidemiological studies. Many different plasmid patterns were observed within each species, indicating that many genetically different strains of Shigella are responsible for illness in Bangladesh.
In the United States, plasmid profile analysis has been useful as an epidemiological tool in investigating outbreaks of enteric disease. When used as a fingerprint for a strain, the plasmid profile may aid in differentiation of strains, identifying a source of infection, or evaluating the efficacy of control measures (6, 10, 11 Plasmid DNA was extracted by the alkaline precipitation technique described by Birnboim and Doly (1) and electrophoresed on a 0.8% agarose gel in Tris-borate buffer (5). Sereny tests for invasiveness in the guinea pig conjunctiva were performed by standard techniques (8) . Susceptibility to ampicillin, chloramphenicol, gentamicin, kanamycin, streptomycin, tetracycline, and trimethoprim-sulfamethoxazole were determined by disk diffusion.
The isolates examined included 81 (60%) S. flexneri, 23 (17%) Shigella dysenteriae type I, 13 (10%) Shigella boydii, 10 (7%) Shigella sonnei, and 9 (7%) S. dysenteriae type II. All but one isolate contained one or mnore plasmids, and three isolates had as many as eight plasmids. (2) .
A large plasmid has been associated with the invasiveness of S.flexneri and S. sonnei (3, 7) . The consistent presence of a large-molecular-weight plasmid in all four Shigella species isolated from patients with diarrhea in this study suggests that the plasmid is related to the invasive ability of other Shigella species. Although the large plasmids were not the same size in all strains, these plasmids may nevertheless contain common gene sequences. In the few strains which lacked this plasmid, the Sereny test was negative, indicating that the isolate was no longer capable of causing dysentery (4). The loss of Shigella invasiveness in storage associated with loss of a large plasmid has been well described (3, 7) ; this probably explains the absence of this plasmid in some of these isolates.
The more plasmids an organism contains, the more specific is the plasmid profile as a marker for a single strain. Plasmid profile analysis differentiated very specifically among the strains infecting patients seen at the ICDDR,B. This may be because there are a large number of different circulating strains, because plasmids are easily transferred among the strains circulating in the community, or both. Among strains isolated from the large population of patients served by ICDDR,B, we could not trace the spread of strains through the community or identify clusters of cases that 
